watsonii. Genomic distances in other bacteria, where whole-genome shotgun contigs are available, could be determined when the genes for the SQOR homolog and the SDO-TSTD1 fusion protein were found in the same contig but not when the genes were located in different contigs (nd). 6 Figure S4 Alignment of human TSTD1 isoforms. Amino acids encoded across a splice junction and cysteines are highlighted in yellow and red, respectively. All isoforms contain a tripeptide at the N-terminus and a central core of 55 amino acids that are encoded by exons 1 and 3, respectively. The N-terminal tripeptide in isoforms 1 and 3 is followed by a stretch of 41 amino acids (encoded by exon 2) that is absent in isoform 2. The 16 amino acids at the C-terminus of isoforms 1 and 2 (encoded by exon 4) are replaced by a decapeptide in isoform 3 (encoded by retained intron 3). 
